Suppl. Fig. 1 . Characterisation of the TFIIS domains in TbTFIIS1 and TbTFIIS2-1. An alignment of the sequences in Fig. 1 is shown. The T. cruzi sequences were omitted because of high similarity to the T. brucei ones. Unaligned stretches were replaced with brackets indicating the number of amino acids trimmed. Domain I sequences appear to be better conserved across eukaryotes than domain II sequences.
Suppl. Fig. 2 . Identification of the TbTFIIS2-1 PWWP domain. A CLUSTAL W alignment was performed with the PWWP motif of the previously characterized S. pombe YH57 (SpYH57, accession number O94312), M. musculus HRP-3 (MmHRP-3, NP_038914.2) and DNM3B (MmDNM3B, O88509). Two T. brucei proteins with unknown function, namely TbTFIIS2-2 and Tb927.7.2520, were found to contain a PWWP domain and were added to the alignment. Identical and similar residues are shaded dark and gray, respectively. Amino acids N-terminal of the star have been 
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